ABSTRACT Some species of the genus Cellulophaga have been reported as having biotechnological interests and noteworthy physiological properties. We report here the draft genome sequence of Cellulophaga lytica CECT 8139, a bacterium that produces an intensely iridescent colony biofilm on agar surfaces.
unknown function, Rhs and Vgr family proteins, and their remnants, transposases, or restriction-modification systems.
Genome analysis identified a clustered regularly interspaced short palindromic repeat (CRISPR)-encoding locus, a dnd gene cluster likely acquired by horizontal genetic transfer (20) , genes encoding the gliding motility machinery and the T9SS, as well as proteins similar to the cold-adapted, thermotolerant, and denaturant-stable GH5 endoglucanase Celal_2753 of Cellulophaga algicola IC166 T (21) and to the kappacarrageenase CgkA of Zobellia galactanivorans (22) .
In contrast to other marine Flavobacteria species, strain CL8139 is devoid of (i) key quorum-sensing genes (i.e., luxS and luxI), (ii) gene encoding the acyl-L-homoserine lactonase (AHL) recently identified in Tenacibaculum species (23) , and (iii) proteorhodopsinencoding genes (24) .
The genome of this environmental bacterium may help identify the genes required for the production of iridescent colony biofilms, improve knowledge on genome evolution, and facilitate future functional genomics studies. Accession number(s). This whole-genome shotgun project has been deposited in ENA under the accession number FZLT00000000. The version reported in this work is the first version, FZLT01000000.
